The seasonal CO2 flux from 1.2 m diameter collars during (a) fall 2014, (b) winter 2015, (c) and summer 2015 across temperature treatments. Black and gray dots distinguish between daily averages for two different sampling points during the season. No significant correlations between CO2 flux and temperature were observed during these measurement periods.
Supplementary Figure 3: CH4 and CO2 production in legacy effect incubations
Test for legacy effects of experimental warming on (a) CH4 and (b) CO2 production from peat samples taken at multiple depths and anaerobically incubated at a common temperature (20°C) after approximately 13 months of DPH. The circles indicate results from peat collected from 25 cm, triangles indicate results from 75 cm, squares indicate results from 100 cm, diamonds indicate results from 150 cm, and inverted triangles represent results from 200 cm. Data are plotted against the temperature treatment from which the peat was collected. Note the lack of significant temperature response across all depths.
Supplementary Figure 4: Total dissolved organic carbon (DOC) concentrations
DOC concentrations in the peat porewater (a) prior to and (b) during deep peat heating. The relative deviation of DOC (c) was calculated to account for pre-treatment differences in DOC concentrations across plots. The deviation was calculated by dividing the DOC concentration at a given temperature treatment and a given depth by the mean DOC concentration at that same depth in the two control (0° C) plots prior to DPH (c). Points represent the averages of weekly (pre-DPH) or biweekly (during DPH) sampling and standard deviations of samples from all time points are indicated by the error bars. The blue circles represent results from the control (+0°C) plot, turquoise squares represent results from the +2.25°C treatment, gold diamonds represent results from the +4.5°C treatment, orange triangles represent results from the +6.75°C treatment, and magenta inverted triangles represent results from the +9°C treatment. 
Supplementary Figure 9: Abundances of microbial groups in treatment plots
The abundance of (a) fungal, (b) bacterial, (c) archaeal and (d) mcrA gene copies were determined by quantitative PCR using primers targeted to amplify their respective SSU rRNA genes, and targeting the mcrA gene for methanogen populations. Microbial abundance is expressed for core samples from control (+0⁰C) and +9⁰C plots as gene copies per gram dry peat. Magenta circles represent results from control temperature treatment (0°C) and blue inverted triangles represents results from +9°C treatment plots. After thirteen months of deep peat heating (DPH) treatment, the in situ abundance of microbial groups (bacteria, archaea, fungi, and methanogen populations) shows no clear response to temperature, while strong vertical stratification is observed with peat depth.
Supplementary Figure 10: Relative abundances of methanogens out of total Archaea
Depth dependence of known methanogenic Archaeal groups in treatment plots prior to and after exposure to deep peat heating (DPH) in (a) control (+0°C), (b) +2.25°C, (c) +4.5°C, (d) +6.75°C, and (e) +9°C plots. Apparent zero abundances (e.g. pre-DPH 0-10cm in the +2.25°C plot) reflect missing data. Abundance of known methanogens gradually decreases with peat depth, while no significant effect of temperature treatment or time on relative abundance of methanogens was observed. Pre-DPH is represented by closed bars and during DPH by open bars. Whiskers represent one standard deviation of replicate sample values.
